Sir, Flaviviruses (FVs) are arthropod-borne viruses that affect humans in tropical regions worldwide. [1] Previous reports [1, 2] have shown the importance of implementing FV novel detection strategies in tropical regions, such as the use of universal primers that enable a simultaneous identification of these pathogens in a single polymerase chain reaction (PCR). [1] [2] [3] We analyzed 462 blood samples from febrile patients in western Mexico. FV identification was carried out through a PCR assay using universal primers validated in vitro by Maher-Sturgess et al. A total of 74 blood samples amplified with different amplicon sizes similar to those previously described. [4] Our DNA sequencing analysis showed the identification of dengue virus serotype 1 in 31 blood samples, [5] and the remaining 43 amplicons corresponded to different human gene regions [ Table 1 ], representing 9.3% of all the samples analyzed.
Undoubtedly, the use of nonvalidated universal PCR primers in natural hosts represents a risk for obtaining unreliable results in animal and human populations due to the diversity of genomes. The development of universal PCR primers for FV detection is a potential tool for its diagnosis, especially in tropical regions where FVs frequently coexist, so febrile symptoms associated with FVs easily could result in a diagnostic confusion. This clinical confusion could interfere on the deployment of effective solutions for the detection, prevention, and control of emergent FV outbreaks in timely manner; therefore, the control of FV diseases could be hampered if effective and reliable detection strategies are not implemented. 
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